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GENOMICAY LAS NUEVAS
TECNOLOGIAS
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* Comunidad Acostumbrada a Trabajar de Forma
Colaborativa en Internet

* GeneBank, PDB, SWISSPROT, KEGG, Portal de NCBI.

e Usuarios de Muchas Herramientas Comunes
« BLAST, ClustalW, ePCR, SAGE, EMBOSS, Phylip, ...

* Una Comunidad Abierta y Partidaria del
Codigo Abierto y el Acceso Abierto a los
Datos.

* Consumidores de ~10% de los Recursos
Computacionales de las Infraestructuras
Europeas de Investigacion.
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Metagenomics versus Moore's law

Metagenomics sprang from advances in sequencing technology, and continued improvements
are providing data in quantities unimaginable a few years ago. But without concerted efforts,
the amount of data will quickly outpace the ability of scientists to analyze it.
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INFRAESTRUCTURAS
COMPUTACIONALES
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EXPERIMENTOS A GRAN ESCALA
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Bioinformatics Use Case seceee 2 1 GRQ CHP
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* 600 Computadores Usados Simultaneamente en EGI.
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DIAGEN
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* A Pesar del Crecimiento que las Bases de Datos
de Informacion Genética, Genomica y

Centro de Investigacion en Métodos

Protedmica no hay Cambios en la Estructura de Produccion de Software

Original.
g Grid y Computacion "

de Altas Prestacnones

* Por ello, Tanto la Eficiencia Como la Coherencia GR.CAP
de los Contenidos se Debilitan a Medida que su
Tamano Aumenta Exponencialmente.

* Una Aplicacion Bioinformatica Moderna Exige un Acoplamiento
Fino entre Diseno Correcto de Datos y Mecanismos Potentes de
Busqueda.

* Estos Contenidos Deben de Explotarse con Herramientas de Busqueda con
la Potencia Computacional Necesaria.
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$ $900,000 Folker Meyer
$300,000
$120,000
5,000 ¥ Bioinformatics
$30,000 530,000 ¥ Sequencing
s15000 J
$3,000 J
1 J 130
454 Solexa

Next gen Solexa

*Values are for BLAST searches on Amazon EC2 (from Wilkening et al, IEEE
Cluster09)
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Archive
. Participants
Posts Tagged 'beijing genomics institute’ Become a TEUR
affiliate
New Illumina Announced — BGI to become .
Supporters

l:‘ January 13th, 2010 & Nick Loman
The ritual of checking Twitter with my coffee this mori Postdoc Position

chattering about the new Illumina sequencer, the HiS¢
yesterday. I won't cover this in detail as there are alr.
Daniel McArthur, David Dooling and Genomics Lawyer
machine, $10,000 for the reagents, 2 x 100 base-pair
sequence data per run. And a terrible name. /
Technology wise this has been done through parallelis OM I 1 O K ®
Illumina have increased the number of flow-cells in ez y : . :

$ veilingsanimal diversit
sided, and the readable area of the flow-cell has beer 3 > /

market where Intel have managed to keep pace with
processor cores on each chip.

The other big news is that Beijing Genomics Institute
delivery will hand them the title of largest genome cei
to the map .c:r high-throughput sequencers, the Broad » The Genome 10K database
doubt we will see a bunch of other genome centres pl )

catalogs specimens from
more than 16,000
vertebrate species, living
and recently extinct. The
species include mammals,
birds, nonavian reptiles,

The growing Genome 10K Community of Scientists (G10KCOS), made up of leading scientists amphibians, and fishes,
many of which are

Genome 10K Project :
Accomplishments

The Genome 10K project aims to assemble a genomic zoo—a collection of DNA sequences representing
Update: For those with GA2s looking to upgrade, I ar the genomes of 10,000 vertebrate species, approximately one for every vertebrate genus. The

give you a paltry $150,000 off the list price of the HiS trajectory of cost reduction in DNA sequencing suggests that this project will be feasible within a few
years. Capturing the genetic diversity of vertebrate species would create an unprecedented resource

High-throughput sequencing % beijing genomics x . 1 N
for the life sciences and for worldwide conservation efforts.

representing major zoos, museums, research centers, and universities around the world, is dedicated to
coordinating efforts in tissue specimen collection that will lay the groundwork for a large-scale threatened or endangered.

sequencing and analysis project.
| » Inaugural publication in the
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CONCLUSIONES
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* LaGenomica puede Convertirse en la Actividad con
Mayor Demanda Computacional y de
Almacenamiento en la Industria y la Investigacion.

* LasTecnicas de Cloud Computing se ven Como una
Solucion, al Menos a Corto Plazo.

e Las Infraestructuras Publicas de
Investigacion y los Proveedores
Comerciales Jugaran un Papel
Fundamental en la Medicina
Personalizada.
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